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Abstract: Unlike animals, plants are unable to escape unfavorable conditions, such as extremities
of temperature. Among abiotic variables, the temperature is notableas it affects plants from the
molecular to the organismal level. Because of global warming, understanding temperature effects
on plants is salient today and should be focused not only on rising temperature but also greater
variability in temperature that is now besetting the world’s natural and agricultural ecosystems.
Among the temperature stresses, low-temperature stress is one of the major stresses that limits
crop productivity worldwide. Over the years, although substantial progress has been made in
understanding low-temperature response mechanisms in plants, the research is more focused on
aerial parts of the plants rather than on the root or whole plant, and more efforts have been made
in identifying and testing the major regulators of this pathway preferably in the model organism
rather than in crop plants. For the low-temperature stress response mechanism, ICE-CBF regulatory
pathway turned out to be the solely established pathway, and historically most of the low-temperature
research is focused on this single pathway instead of exploring other alternative regulators. In this
review, we tried to take an in-depth look at our current understanding of low temperature-mediated
plant growth response mechanism and present the recent advancement in cell biological studies that
have opened a new horizon for finding promising and potential alternative regulators of the cold
stress response pathway.

Keywords: temperature stress; low temperature; CBF pathway; cell biology; climate change;
protein trafficking

1. Climate Change and Plant Growth

As sessile organisms, plants are unable to escape unfavorable conditions and can
experience both biotic and abiotic stresses. Between these two, abiotic stress has become
the most prominent cause of agricultural loss [1,2]. Damage caused by biotic stress can
be solved by manipulating single target genes or receptors. However, abiotic stresses
are intertwined, which increase the plants’ susceptibility and result in more damages [3].
For instance, the synergistic effect of drought and heat is more destructive compared to
individual stress [3,4]. Exposure to low temperatures results in mechanical constraints,
alters signaling molecules, and reduces osmotic pressure at the cellular level [5,6]. During
submergence, plants experience a combination of flooding, salinity stress, and hypoxia
at the same time [7,8]. Among abiotic variables, temperature is notable because it affects
almost every molecule and reaction in the cell.

Recently, temperature fluctuations have become exceptionally common across the
globe. According to the latest data from the National Centers for Environmental Infor-
mation, USA (NOAA), the global land surface temperature for March 2018 was 1.5 ◦C
(2.9 ◦F) above average and it was the seventh highest since global records began in 1880.
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At the same time, cooler-than-average conditions engulfed much of Europe and western
Russia during March 2018. For example, Lyon, in France, observed an average maximum
temperature of 8.6 ◦C (47.5 ◦F), the lowest of March since its record began in 1938 (based on
recent data of National Oceanic and Atmospheric Administration, USA). Most parts of the
world are experiencing more than above-average or less than below-average temperature
in the last two decades based on 140 years of temperature data (Figure 1). For instance, a
comparison of 2000 and 2018 maps revealed that the earth is warming up at a dangerous
pace but at the same time some areas are hit by unusual cold temperature (Figure 1). These
statistics highlight the anomalous frequency of both low and high temperatures in various
parts of the world in recent years.
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Figure 1. Temperature anomalies around the globe. Colors indicate places where average annual
temperature was above or below based on the average temperature during 1981–2010. Data source:
Climate.gov (accessed on 28 February 2022). Data provider: NOAA Environmental Visualization
Laboratory (NNVL).

Today, understanding temperature effects on organisms are important to tackling the
ongoing challenge we are facing due to global warming. NOAA temperature statistics
correlate with the agricultural economic data published by developed countries in recent
years. Abiotic stresses cause the loss of hundreds of millions of dollars annually on a global
scale [9]. Heat, drought, low temperature, and flooding caused damages of more than
USD 1 billion between 1980 and 2004 [3,10]. In 2009, low temperature alone resulted in
approximately USD 150 million of crop damage in Japan [11,12]. Additionally in Japan,
early and late frost damages fruit and vegetables by approximately JPY 5 to 6 billion per
year [11].

Typically, climate change is perceived as an increase in temperature, but in reality, it
should be considered as a temperature anomaly where the earth experiences both high
and low ends of temperatures. Furthermore, in plants, temperature responses have been
well characterized in shoots but less understood for roots [13–16]. Temperature changes
faster in the air than in soil, however, changes in soil temperature persist for a longer
time [17]. As a result, soil temperature plays a major role in crop productivity compared to
air temperature [17,18]. In terms of climate change, most of the research and review articles
until now put emphasis on high-temperature stress on the aerial part of the plants instead
of soil temperature and the hidden half of the plant, the root.

Cold stress is a major limiting factor for crop production worldwide, which is broadly
categorized into chilling stress (0–15 ◦C) and freezing stress (<0 ◦C) [19,20]. Additionally,
to combat the cold-induced damage, some plants developed a unique process called cold
acclimation where plants can acquire enhanced resistance to freezing stress when they
are exposed to nonlethal low temperatures for a few days [21]. Various aspects of cold
stress and the underlying mechanisms linked to these processes including transcriptional
regulation, calcium signaling, the role of small molecules, and epigenetic regulation have
been extensively covered in some recent reviews [22–27]. For chilling or low-temperature
stress responses in plants, C-repeat-binding factors (CBF)-mediated pathway is the most
studied one and is considered as the primary regulatory pathway [28]. Over the last few
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decades, most articles related to low-temperature response echoed this idea and many of
the hypotheses were validated in the model plant Arabidopsis thaliana [28]. Although several
articles demonstrated the existence of a CBF-independent cold response pathway [29–32],
this pathway is much less explored, and the biological significance is still elusive.

In this review, we focused on only the low-temperature stress response pathway,
tried to summarize our current understandings of this pathway on a whole plant level,
highlighted the emerging trend in this field, and provided a comparative discussion on
CBF-dependent and independent pathways and their possible roles in engineering low-
temperature resilient crops for future.

2. Major Low Temperature-Responsive Pathway

Plants’ response to low-temperature stress starts from the plasma membrane. The
immediate effect on the plasma membrane involves the alteration of fatty acid and lipid-
protein interaction [33]. Another major group of regulators involved in the cold perception
and relaying the signal to downstream consists of calcium channels, histidine kinase,
receptor kinase, and phospholipases [31,34–36]. However, compared to these early cold
stress perceptive regulators, a group of transcription factors has been identified to relay
downstream signals and regulate a series of downstream gene expressions under cold
stress. Transcription factors responding to low-temperature stress were first identified by
Shinozaki’s and Thomashow’s groups in the early 1990s. This transcription factor family,
which was named dehydration-responsive element binding (DREB) and C-repeat binding
factor (CBF) by Shinozaki’s and Thomashow’s groups respectively, encodes DREB1A/CBF3,
DREB1B/CBF1, and DREB1C/CBF2 transcription factors [37,38]. Since both names are
still used, in this review, we will mention both names for each transcription factor to
avoid confusion.

Consistent with the prior knowledge about the DREB1/CBFs-mediated cold-induced
gene expression, CRISPR-Cas9 generated single, double, and triple mutants of DREB1/CBFs
demonstrated a decrease in freezing tolerance [39,40]. In this endeavor, two independent
groups tried to find out the comparative importance among these three transcription factors
for freezing tolerance. Jia et al. (2016) showed that triple mutant is extremely affected during
freezing stress and ranked mutants as cbfs > cbf1,3 > cbf3 for freezing sensitivity [39]. In the
same year, Zhao et al. (2016) also presented that triple mutant has most severe phenotype,
but they ranked freezing sensitivity as cbf123 > cbf2 cbf3 > cbf1 cbf3 > cbf2 > cbf1/cbf3 based
on survival rate. The latter mentioned study emphasized the importance on DREB1C/
CBF2 and suggested that DREB1C/CBF2 plays a much more important role in freezing
tolerance compared to DREB1B/CBF1 and DREB1A/CBF3 [40]. All these results point
them as master regulators of cold-inducible gene expression [37–40].

Upstream activators/inducers of these master regulators were discovered through a
series of elegant experiments. For instance, CALMODULIN BINDING TRANSCRIPTION
ACTIVATOR3/Arabidopsis thaliana SIGNAL-RESPONSIVE GENE1 (CAMTA3/AtSR1) acts as
a positive regulator of DREB1C/CBF2 expression, and camta1 camta3 double mutant plants
are sensitive to freezing stress [41].

Another well-known regulator of DREB1/CBFs gene expression is INDUCER OF CBF
EXPRESSION1/SCREAM (ICE1/SCREAM), an MYC-like basic helix-loop-helix transcription
factor. ice1, which is a dominant mutant with a single amino acid substitution at 236
(arginine to histidine R236→H), was first isolated through a screen of a firefly luciferase (LUC)
reporter gene driven by CBF3/DREB1A promoter. In ice1, cold-inducible DREB1A/CBF3
gene expression is repressed but the expression of DREB1B/CBF1 or DREB1C/CBF2 is
unaltered [42]. ice1-1 mutant showed increased sensitivity to chilling and freezing response,
while ICE1 overexpressing transgenic plants, Super-ICE1, showed an improved survival
rate after the freezing treatment [42]. Based on these results, an ICE1-DREB1A/CBF3
was established as a central regulatory pathway for plants’ cold stress response. Later,
Kanaoka et al. [43] isolated scrm-D mutant, where the majority of the epidermal cells
were transformed into guard cells. Interestingly, the mutation was found to be the same
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missense mutation, like ice1-1 mutant (R236→H) [43]. They also found that SCRM1/ICE1
and SCRM2/ICE2 make heterodimers with core stomatal transcription factors. Phenotypic
observation of the double mutant, ice1-2 scrm2-1 revealed no stomatal differentiation in the
epidermis [43]. These findings raised some questions about the role of ICE1 as an inducer
of DREB1A/CBF3.

Recent work from Kidokoro et al. [43] elegantly demonstrated that the DREB1A/CBF3
repression in ice1-1 does not depend on the known ICE (R236→H) mutation. Several
lines of evidence were provided in support of their findings. They first used the genetic
approach where ice1-1 was crossed onto a line expressing the ELUC reporter fused with
regions of the promoter of DREB1A/CBF3 promoter region. This fused line was named
1AR:ELUC. In the F2 population, when plants segregated into wild-type (1AR:ELUC):
heterozygous:ice1-1/scrm-D (R236H) as ~1:2:1 ratio, there was a clear induction of EPF1
(epidermal patterning factor 1), but not DREB1A/CBF3 expression. Moreover, neither ICE1
overexpression nor double loss-of-function mutation of ICE1 and its homolog SCRM2
altered DREB1A expression [44]. All these findings along with the fact that both EPF1
and DREB1A/CBF3 are downstream targets of ICE1, challenged the idea of ICE1-mediated
induction of DREB1A/CBF3 [43]. To explain the discrepancy, they further explored the possi-
bility of DNA methylation for repression of DREB1A/CBF3 in the ice1-1 mutant background.
By assessing the 5-methylcytosine (5mC) levels using bisulfide sequencing, they found that
the DREB1A/CBF3 promoter region is hypermethylated in the ice1-1 mutant. Consistent
with these findings, application of 5mC inhibitor, 5-aza-2′-Deoxycytidine (5azaC), recovers
DREB1A/CBF3 expression [44]. The altered methylation of DREB1A/CBF3 promoter region
possibly resulted from the inverted repeat in the reporter gene present in the ice1-1mutant,
which is unlinked to the R236H mutation [28,44]. These findings confer a severe blow to
the well-established and widely accepted ICE1-DREB1A/CBF3 regulatory pathway and
warn that this regulatory model should be thoroughly revalidated without any previous
assumptions.

3. CBF-Dependent Pathway in Crop Plant Engineering

Since the identification of CBF and CBF-dependent pathway components in the model
plant Arabidopsis thaliana, these genes are favorite targets of researchers for studying cold
and chilling stress responses in plants (Figure 2). Over the last three decades, tremendous
efforts were put to generate materials, such as knockout mutants and transgenic plants
expressing CBF-related genes (Table 1). Genes from various sources were successfully
transformed in Arabidopsis and other crops and variable response was observed against
cold stress (Table 2). Interestingly, highest number of genes for CBF regulatory pathway
was found in Arabidopsis compared with other tested crop plants (Figure 2).

Table 1. ICE and DREB1A/CBF identified from the model plant Arabidopsis thaliana and crop plants
are validated within the same host plant or other plants for cold tolerance or chilling stress response.

Gene Source Host Reference

AtICE1 Arabidopsis thaliana Arabidopsis thaliana [42]

AtICE2 Arabidopsis thaliana Arabidopsis thaliana [45]

AtICE3 Arabidopsis thaliana Cucumis sativus [46]

AtDREB1B/
AtCBF1 Arabidopsis thaliana

Arabidopsis thaliana,
Brassica napus,

Fragaria ananassa,
Populus tremula x alba

[47–50]



Plants 2022, 11, 933 5 of 19

Table 1. Cont.

Gene Source Host Reference

AtDREB1C/
AtCBF2 Arabidopsis thaliana Arabidopsis thaliana,

Brassica napus [48,51]

AtDREB1A/
AtCBF3 Arabidopsis thaliana

Arabidopsis thaliana,
Brassica napus,

Solanum tuberosum,
Triticum aestivum,
Nicotiana tabacum,
Manihot esculenta

[48,52–56]

SlICE1 Solanum lycopersicum Solanum lycopersicum [57,58]
SlCBF1 Solanum lycopersicum Arabidopsis thaliana [59,60]

OsDREB1A Oryza sativa Oryza sativa [61]
OsDREB1A Oryza sativa Arabidopsis thaliana [62]
OsDREB1B Oryza sativa Oryza sativa [61]
OsDREB1B Oryza sativa Nicotiana plumbaginifolia [63]
OsDREB1C Oryza sativa Oryza sativa [61]

TaICE141 Triticum aestivum Arabidopsis thaliana [64]
TaICE187 Triticum aestivum Arabidopsis thaliana [64]
TaDREB2 Triticum aestivum Triticum aestivum [65]
TaDREB3 Triticum aestivum Triticum aestivum [65]

HvCBF3 Hordeum vulgare Arabidopsis thaliana [66]
HvCBF4 Hordeum vulgare Oryza sativa [67]

ZmDREB1A Zea mays Arabidopsis thaliana [68]

GmDREB3 Glycine max Arabidopsis thaliana [69]
VrCBF1 Vitis riparia Arabidopsis thaliana [70]
VrCBF4 Vitis riparia Arabidopsis thaliana [70]
LpCBF3 Lolium perenne Arabidopsis thaliana [71,72]

MbDREB1 Malus baccata Arabidopsis thaliana [73]

Overexpression of CBF/DREB1A increased the freezing tolerance in non-acclimated
Arabidopsis with a tradeoff of dwarf phenotype [51,52,74]. Constitutive overexpression of
either LeCBF1 or AtCBF3 in transgenic tomato plants did not increase freezing tolerance,
but induced dwarf phenotype. Using several elegant experiments, they also demonstrated
that tomato has a complete CBF cold response pathway, but the tomato CBF regulon
differs from that of Arabidopsis and appears to be considerably smaller and less diverse in
function [59]. Overexpression of OsDREB1A in rice also showed a similar trend of increased
cold tolerance but dwarf phenotype at an optimal temperature [61]. Overexpression
of TaDREB2,TaDREB3 or TaCBF5L under stress-responsive promoters increased the frost
tolerance in wheat and barley without affecting the growth [65]. Constitutive expression of
HvCBF4 in rice increased the survival rate of plants after the low-temperature stress [67].

Maize is another major crop plant where low-temperature stress regulation has been
explored, but so far only ZmDREB1A has been reported from CBF pathway (Figure 2).
ZmDREB1A gene was identified first in maize-based on comparative genomics approach
relying on the prior information from Arabidopsis [75]. After the initial identification of
ZmDREB1A, its interaction with DNA responsive element [76] and expression after the
low-temperature stress induction [68] were tested. These studies confirmed its similar
role in low-temperature stress response across plant species. In recent years, Han et al.
found that RAFFINOSE SYNTHASE, involved in raffinose biosynthesis and chilling stress,
is under the transcriptional regulation of ZmDEB1A [77]. Although the maize genome
was published more than 10 years ago, the exploration of finding and characterizing low-
temperature responsive genes is at the preliminary stage. Efforts are ongoing to find out the
low temperature-responsive genes and loci in maize through genomics, high throughput
phenotyping, and natural variations [78–81].
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Table 2. Hormonal biosynthesis, transport, and signaling genes involved in cold-responsive pathway
in both CBF-dependent and -independent manner. FT and CA indicate freezing tolerance and cold
acclimation, respectively, as the type of treatments.

Gene Hormone CBF Pathway Reference Type of Treatment

YUCCA2 Auxin Independent [82] 4 ◦C
YUCCA3 Auxin Independent [82] 4 ◦C
YUCCA6 Auxin Independent [82] 4 ◦C
YUCCA7 Auxin Independent [82] 4 ◦C

IAA14 Auxin Independent [83] 4 ◦C
PIN2 Auxin Independent [29] 4 ◦C
PIN3 Auxin Independent [29] 4 ◦C

ETO1 Ethylene Dependent [84] FT and CA
ERF4 Ethylene Dependent [85] FT and CA
ERF5 Ethylene Dependent [85] FT and CA

AHP2 Cytokinin Independent [36] 1 ◦C and FT
AHP3 Cytokinin Independent [36] 1 ◦C and FT
AHP5 Cytokinin Independent [36] 1 ◦C and FT
AHK2 Cytokinin Independent [35] 1 ◦C, FT, and CA
AHK3 Cytokinin Independent [35] 1 ◦C, FT, and CA
AHK4 Cytokinin Independent [35] 1 ◦C, FT, and CA
ARR1 Cytokinin Independent [36] 1 ◦C and FT
ARR5 Cytokinin Independent [36] 1 ◦C and FT
ARR7 Cytokinin Independent [36] 1 ◦C and FT
ARR15 Cytokinin Independent [36] 1 ◦C and FT
CRF2 Cytokinin Independent [86] 1 ◦C
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Table 2. Cont.

Gene Hormone CBF Pathway Reference Type of Treatment

CRF3 Cytokinin Independent [86] 1 ◦C

ABA1 Abscisic acid Dependent [87] 0 ◦C
ABA2 Abscisic acid Dependent [87] 0 ◦C
ABA4 Abscisic acid Dependent [87] 0 ◦C
AAO3 Abscisic acid Dependent [87] 0 ◦C

NCED2 Abscisic acid Dependent [87] 0 ◦C
NCED3 Abscisic acid Dependent [87] 0 ◦C
NCED5 Abscisic acid Dependent [87] 0 ◦C
NCED6 Abscisic acid Dependent [87] 0 ◦C
NCED9 Abscisic acid Dependent [87] 0 ◦C
MYB96 Abscisic acid Dependent [88] 0 ◦C, FT, and CA
HOS15 Abscisic acid Dependent [89] FT

BIN2 Brassinosteroid Dependent [90] CA
BZR1 Brassinosteroid Dependent [90] CA

GA1 Gibberellic acid Dependent [91] CA
GA2ox Gibberellic acid Dependent [91] CA
DELLA Gibberellic acid Dependent [91] CA

GAI Gibberellic acid Dependent [91] CA
RGA Gibberellic acid Dependent [91] CA
RGL3 Gibberellic acid Dependent [91] CA

DAD1 Jasmonic acid Dependent [82] 4 ◦C
AOC Jasmonic acid Dependent [82] 4 ◦C
AOS Jasmonic acid Dependent [82] 4 ◦C
OPR Jasmonic acid Dependent [82] 4 ◦C
LOX Jasmonic acid Dependent [82] 4 ◦C
JAR1 Jasmonic acid Dependent [92] FT and CA
COI1 Jasmonic acid Dependent [92] FT and CA
JAZ1 Jasmonic acid Dependent [92] FT and CA
JAZ4 Jasmonic acid Dependent [92] FT and CA

ICS1 Salicylic acid Dependent [93] 4 ◦C
PAL1 Salicylic acid Dependent [94] 8 ◦C
CPR1 Salicylic acid Dependent [95] 5 ◦C
SIZ1 Salicylic acid Dependent [96] FT and CA

These data on CBF-related transgenics and survival rate after cold treatment highlight
the importance of this well-studied pathway. At the same time, the observed variability
in cold tolerance in crop plants after expressing CBF regulon along with the presence
of a limited number of CBF regulatory components in crop plants raises the possibility
that CBF pathway might not be the sole pathway for cold stress response in plants. The
speculation about CBF-independent pathway in cold response was further strengthened by
the discovery of a series of protein trafficking regulators during cold stress from several
independent research groups in last 10 years.

4. CBF-Independent Cold-Responsive Pathway

As described earlier, for the cold stress response CBF-dependent pathways always took
the helm of the research. Hence, newly identified cold-responsive genes were always tested
in reference to the CBF regulatory pathway. One of the major groups of genes identified
for cold responsiveness is linked to the biosynthesis, transport, and signaling regulators
of hormones (Table 2). As most of these genes were hypothesized and experimentally
looked at for their CBF-dependence, they were broadly categorized into two groups:
genes functioning in CBF-dependent pathway and genes functioning in CBF-independent
pathway. Interestingly, except auxin and cytokinin, all other hormonal responses under
cold stress were found to be linked to CBF-dependent pathway (Table 2). Since auxin and
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cytokinin play vital roles during plant growth and development and the genes regulating
the response of these two hormones were found to be independent of the CBF regulon
for cold stress-induced developmental alterations, indicating that the CBF-independent
pathway may also function in parallel to CBF pathway.

One of the major CBF-independent pathways regulating cold stress response is me-
diated by intracellular auxin homeostasis. Earlier studies on Arabidopsis inflorescence
gravity response under cold stress revealed that cold stress transiently inhibits the rootward
auxin transport, which can be completely recovered after removing the cold stress [97–99].
Cold stress-induced root growth inhibition was attributed to the altered auxin homeostasis
at the root meristem, which results from the transient inhibition of the shootward auxin
flow [29]. Through several elegant experiments, the authors also demonstrated that cold
stress inhibits the trafficking of a subset of intracellular proteins, including PIN2 and PIN3
proteins that play an indispensable role in shootward auxin transport [29]. This work
brought new insight into the cold stress response pathway and indicated that auxin and
cellular protein trafficking may be the new players in the cold stress response pathway.
This idea was substantiated by the study of Hong et al. [32], where they demonstrated
that reestablishment of auxin maximum is required at the quiescent center to promote
the new columella stem cell daughter cells (CSDCs), which improves the roots’ ability to
withstand cold stress. Consistently, it was also shown that exogenous application of IAA
helps to reduce selective CSDCs death and facilitates the root growth recovery after chilling
stress [32].

The formation of root auxin gradient and auxin maxima solely depends on the trans-
port of auxin, which is tightly regulated by the trafficking of a subset of PIN proteins
such as PIN 1, PIN2 [100,101]. Disruption of the functional activity of these proteins
either by mutation or chemical inhibitors results in altered gradient formation and max-
ima [100,101]. It has already been demonstrated that these proteins continuously cycle
between the plasma membrane and cytosol using several trafficking pathways. The clas-
sic experiment with a general protein trafficking inhibitor Brefeldin A (BFA) provided
compelling evidence in support of PIN trafficking [100,101]. Further, it was shown that
this continuous trafficking of PINs is important for its function. Cold stress selectively
inhibits the PIN2 and PIN3 trafficking resulting in altered auxin gradient, which affects
the root development [29]. Interestingly, this inhibition was found to be transient as the
removal of cold stress restored the trafficking and the root growth recovery [29]. Further
exploration of the mechanism of cold-induced inhibition of protein trafficking revealed that
cold stress specifically targets GNOM, a SEC7-containing ARF-GEF (Guanine nucleotide
Exchange Factors for ADP Ribosylation Factor) [30]. GNOM contains six characteristic
domains (DCB—Dimerization and Cyclophilin Binding domain, HUS—Homology Up-
stream of SEC7domain, Secretory7—Catalytic domain of GEF, and HDS1–3—Homology
Downstream of SEC7 domains 1–3) [102] and among them, SEC7 domain is conserved
across the kingdom and regulates GEF catalytic activity in the membrane [101,103].

Partial loss of function trans-heterozygote GNOM mutant gnomB4049/emb30−1 (gnomB/E),
where two mutations reside in the SEC7 domain [104], demonstrates a hypersensitive
response to cold stress. The mutations outside the SEC7 domain or mutations in GNOM
LIKE (GNL) proteins show wild-type-like cold-responsive phenotype [30]. In contrast, the
engineered BFA-resistant transgenic GNOM line [101], which contains a point mutation at
696 position (Methionine to Leucine mutation) of SEC7 domain shows strong resistance
to cold stress (Figure 3). These plants can grow and flower even when it is grown under
continuous cold stress for more than a month [30]. Such an elevated level of resistance
of plants to cold has been demonstrated for the first time, which clearly indicates the
importance of this pathway in cold stress. The biochemical and expression analyses of
the BFA-resistant transgenic line revealed a surprising finding that this point mutation
results in overexpression of GNOM both at transcriptional and translational levels [30].
These findings leadto a hypothesis that the increased trafficking activity of GNOM may
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help in establishing proper auxin gradient even under cold stress, which aids the plants to
withstand cold stress and grow.
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Figure 3. GNOM-mediated faster root growth recovery mechanism under cold stress. (Left) Balanced
auxin homeostasis in the epidermal cell layers of root at 23 ◦C. (Middle) Low temperature-mediated
inhibition of PIN2 trafficking and altered auxin gradient in the epidermal cell layers at the root.
(Right) GNOM-engineered BFA-resistant line helps to retain functional PIN2 trafficking under cold
stress to maintain proper auxin gradient for root growth.

By narrowing down the cold stress response to SEC7 domain specific activity of GNOM
instead of to general cellular protein trafficking, this study presents a possibility that a gen-
eral regulatory mechanism for cold response may exist in both plant and animal kingdom.
In fact, this finding is reminiscent of evidence from yeast. In S. cerevisiae, the P-type ATPase
Drs2p is a membrane-localized protein and interacts directly and functionally with ARF
GEF Gea2p. A single mutant of drs2∆ cells is viable but has a cold-sensitive phenotype.
Additionally, the double-mutant drs2∆gea2∆ strain is even more low-temperature-sensitive.
The Gea2V698G mutant fails to interact with Drs2p and consequently becomes temperature-
and brefeldin A (BFA)-sensitive [105]. The study from yeast highlighted the importance
of GTPase and BFA-sensitive trafficking pathways in regulating cold stress response for
growth. In ARF-GEF, the catalytic domain SEC7 plays pivotal roles for GTPase activ-
ity, BFA-sensitive response, and temperature sensitivity. Yeast cells of sec7–4, containing
mutation within SEC7 domain, demonstrate reduced ARF-GEF activity and tempera-
ture sensitivity. In contrast, sec7–1, containing mutation outside of SEC7 domain, has
temperature-insensitive growth and response [106] (Figure 4). Further implicating a univer-
sal role of SEC7 domain in temperature response, SEC7 domain-containing GNOM from
Arabidopsis thaliana can rescue the temperature-sensitive yeast mutant gea1–19gea2∆ [103].



Plants 2022, 11, 933 10 of 19

Plants 2022, 11, x FOR PEER REVIEW 10 of 17 
 

 

SEC7 domain, has temperature-insensitive growth and response [106] (Figure 4). Further 
implicating a universal role of SEC7 domain in temperature response, SEC7 domain-con-
taining GNOM from Arabidopsis thaliana can rescue the temperature-sensitive yeast mu-
tant gea1–19gea2Δ [103]. 

 
Figure 4. Role of SEC7 domain in temperature response. SEC7 domain-containing proteins are re-
sponding to low temperature in both Saccharomyces cerevisiae and Arabidopsis thaliana. 

5. Protein Trafficking in Cold Response: Cell Biologists’ Endeavor 
Both high and low-temperature response in plants is mediated by protein trafficking 

at the cellular level. For instance, at high temperature, elevated auxin response promotes 
root growth via increased meristematic cell division, where auxin moves faster towards 
shootward direction through efflux carrier, PIN FORMED2 (PIN2), and maintains the fa-
vorable auxin homeostasis to promote root growth at high temperature [107] (Figure 5). 
The accelerated shootward auxin transport is a cell biological phenomenon as high tem-
perature promotes PIN2 targeting to the plasma membrane instead of vacuolar accumu-
lation [107]. Because PIN2 vacuolar sorting is regulated by SORTING NEXIN1 (SNX1) 
[108], snx1 mutants are resistant to high temperature-mediated root development [107]. 
Interestingly, cold stress or lower than ambient temperature inhibits root growth 
[29,30,32,109,110], which is the opposite phenotype of high-temperature stress [107] (Fig-
ure 5). 

Figure 4. Role of SEC7 domain in temperature response. SEC7 domain-containing proteins are
responding to low temperature in both Saccharomyces cerevisiae and Arabidopsis thaliana.

5. Protein Trafficking in Cold Response: Cell Biologists’ Endeavor

Both high and low-temperature response in plants is mediated by protein trafficking
at the cellular level. For instance, at high temperature, elevated auxin response promotes
root growth via increased meristematic cell division, where auxin moves faster towards
shootward direction through efflux carrier, PIN FORMED2 (PIN2), and maintains the favor-
able auxin homeostasis to promote root growth at high temperature [107] (Figure 5). The
accelerated shootward auxin transport is a cell biological phenomenon as high temperature
promotes PIN2 targeting to the plasma membrane instead of vacuolar accumulation [107].
Because PIN2 vacuolar sorting is regulated by SORTING NEXIN1 (SNX1) [108], snx1 mu-
tants are resistant to high temperature-mediated root development [107]. Interestingly, cold
stress or lower than ambient temperature inhibits root growth [29,30,32,109,110], which is
the opposite phenotype of high-temperature stress [107] (Figure 5).



Plants 2022, 11, 933 11 of 19Plants 2022, 11, x FOR PEER REVIEW 11 of 17 
 

 

 
Figure 5. Altered auxin homeostasis in root under high and low temperature. Elongated root growth 
at high temperature (A). Meristematic region and representative epidermal cells (shaded in green 
color based on auxin level) are demonstrated (B) along with the direction of auxin flow and accu-
mulation (C). High temperature-mediated PIN2-targeting to the plasma membrane (D). Inhibited 
root growth at low temperature (E). Meristematic region and representative epidermal cells (shaded 
in green color based on auxin level) are demonstrated (F) along with the direction of auxin flow and 
accumulation (F). Low temperature mediated PIN2 trafficking inhibition to the plasma membrane 
(H). 

Functional activity of the protein trafficking regulator GNOM and the conserved 
SEC7 domain in cold stress response supports the existence of alternative regulatory path-
ways for cold stress response. Consistently, several other labs have independently identi-
fied proteins that are not transcriptionally regulated through CBF or other temperature 
responsive transcription factors. For instance, membrane trafficking components RabA4c 
is upregulated due to exogenous application of glycine betaine, used for various abiotic 
stress tolerance, and mutant study further confirmed the involvement of RabA4c and gly-
cine betaine for chilling stress-regulated root growth development [111]. Apart from the 
model plant, the study from crop plants also demonstrated the identification of genes such 
as COLD1, which regulates G-protein signaling, for chilling stress tolerance in rice. Over-
expression of COLD1 induces chilling stress tolerance and downregulation of COLD1 
causes chilling stress-sensitive rice plants. COLD1 is localized in the plasma membrane 
and endoplasmic reticulum and interacts with G-protein subunit to activate Ca2+ channels 
[31]. Recently, in Arabidopsis, it has been demonstrated that cuticular wax deficient, cer3–
6, and over-producer, dewax, mutants are sensitive and resistant, respectively, at freezing 
stress [112]. Cuticular wax provides protection against water loss at night when the sto-
mata are closed and during water-limited conditions. Interestingly, cuticular wax is de-
posited in a polarized fashion in the cell and predicted to use a distinct trafficking path-
way for this purpose. Although the trafficking regulator of polarized deposition of cutic-
ular wax is yet to be identified, a series of recent studies tried to understand and narrow 
down the candidate genes and locus responsible for cuticular wax biosynthesis and traf-
ficking in maize leaf [113–115]. 

Protein trafficking during low-temperature stress is an emerging field. The major 
challenge to identifying new protein trafficking players during low-temperature stress is 
finding the interacting partners. In most cases, these protein-protein interactions are tran-
sient or not direct. These obstacles will be easily solved with the advancement of tech-
niques, such as single-cell proteomics and proximity labeling. Recent studies from Ara-
bidopsis have shown the promise of proximity labeling to identify the interacting proteins 

Figure 5. Altered auxin homeostasis in root under high and low temperature. Elongated root
growth at high temperature (A). Meristematic region and representative epidermal cells (shaded
in green color based on auxin level) are demonstrated (B) along with the direction of auxin flow
and accumulation (C). High temperature-mediated PIN2-targeting to the plasma membrane (D).
Inhibited root growth at low temperature (E). Meristematic region and representative epidermal cells
(shaded in green color based on auxin level) are demonstrated (F) along with the direction of auxin
flow and accumulation (F). Low temperature mediated PIN2 trafficking inhibition to the plasma
membrane (H).

Functional activity of the protein trafficking regulator GNOM and the conserved SEC7
domain in cold stress response supports the existence of alternative regulatory pathways
for cold stress response. Consistently, several other labs have independently identified
proteins that are not transcriptionally regulated through CBF or other temperature re-
sponsive transcription factors. For instance, membrane trafficking components RabA4c
is upregulated due to exogenous application of glycine betaine, used for various abiotic
stress tolerance, and mutant study further confirmed the involvement of RabA4c and
glycine betaine for chilling stress-regulated root growth development [111]. Apart from
the model plant, the study from crop plants also demonstrated the identification of genes
such as COLD1, which regulates G-protein signaling, for chilling stress tolerance in rice.
Overexpression of COLD1 induces chilling stress tolerance and downregulation of COLD1
causes chilling stress-sensitive rice plants. COLD1 is localized in the plasma membrane and
endoplasmic reticulum and interacts with G-protein subunit to activate Ca2+ channels [31].
Recently, in Arabidopsis, it has been demonstrated that cuticular wax deficient, cer3–6,
and over-producer, dewax, mutants are sensitive and resistant, respectively, at freezing
stress [112]. Cuticular wax provides protection against water loss at night when the stomata
are closed and during water-limited conditions. Interestingly, cuticular wax is deposited
in a polarized fashion in the cell and predicted to use a distinct trafficking pathway for
this purpose. Although the trafficking regulator of polarized deposition of cuticular wax
is yet to be identified, a series of recent studies tried to understand and narrow down the
candidate genes and locus responsible for cuticular wax biosynthesis and trafficking in
maize leaf [113–115].

Protein trafficking during low-temperature stress is an emerging field. The major
challenge to identifying new protein trafficking players during low-temperature stress
is finding the interacting partners. In most cases, these protein-protein interactions are
transient or not direct. These obstacles will be easily solved with the advancement of
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techniques, such as single-cell proteomics and proximity labeling. Recent studies from
Arabidopsis have shown the promise of proximity labeling to identify the interacting
proteins and cellular regulators [116,117], which were difficult to identify previously. In
the bigger picture, identified trafficking regulators are well conserved across the kingdom
and execute almost similar cellular functions. Understanding the mechanistic regulation of
trafficking regulators during cold stress will help us to decipher their role in other abiotic
stress responses and crop plant engineering as well.

6. Future Perspective

In the age of global warming, aberrant temperatures have challenged our existence.
There are major obstacles to meeting the global food crisis. Unfortunately, our molecular-
level understanding of temperature sensitivity for plant growth and development is limited
to the model plants Arabidopsis thaliana and to a certain pathway in ICE-CBF, which needs
to be reevaluated for crop plant engineering. Some of the major advancements in the avail-
ability of data and techniques shed some light in this regard. For instance, the availability of
one thousand plant transcriptomes has opened the door to identify temperature-responsive
genes from a large set of plant species that were previously unknown [118]. Even in the
case of identified cellular proteins involved in cold stress response, it is generally difficult
to figure out their interacting partners as most of them are supposed to interact transiently.
The recent proven method of proximity labeling of protein by TurboID will be helpful
to identify other cellular response regulators and interacting partners [119]. Moreover,
lower sequencing costs and advanced methods will accelerate the process to scrutinize
previously well-studied pathways and mechanisms for temperature response as demon-
strated in a recent article [44]. To meet the upcoming food crisis during this challenging
time of global warming, it is necessary to expand our molecular understanding of tempera-
ture sensitivity in model plants and translate it to the crops plants to develop high- and
low-temperature-resistant crop varieties of the future.
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66. Skinner, J.S.; von Zitzewitz, J.; Szűcs, P.; Marquez-Cedillo, L.; Filichkin, T.; Amundsen, K.; Stockinger, E.J.; Thomashow, M.F.;
Chen, T.H.H.; Hayes, P.M. Structural, functional, and phylogenetic characterization of a large CBF gene family in barley. Plant
Mol. Biol. 2005, 59, 533–551. [CrossRef]

67. Oh, S.; Kwon, C.; Choi, D.; Song, S.I.; Kim, J. Expression of barley HvCBF4 enhances tolerance to abiotic stress in transgenic rice.
Plant Biotechnol. J. 2007, 5, 646–656. [CrossRef]

68. Qin, F.; Sakuma, Y.; Li, J.; Liu, Q.; Li, Y.-Q.; Shinozaki, K.; Yamaguchi-Shinozaki, K. Cloning and functional analysis of a
novel DREB1/CBF transcription factor involved in cold-responsive gene expression in Zea mays L. Plant Cell Physiol. 2004, 45,
1042–1052. [CrossRef]

69. Chen, M.; Xu, Z.; Xia, L.; Li, L.; Cheng, X.; Dong, J.; Wang, Q.; Ma, Y. Cold-induced modulation and functional analyses of the
DRE-binding transcription factor gene, GmDREB3, in soybean (Glycine max L.). J. Exp. Bot. 2009, 60, 121–135. [CrossRef]

70. Siddiqua, M.; Nassuth, A. Vitis CBF1 and Vitis CBF4 differ in their effect on Arabidopsis abiotic stress tolerance, development
and gene expression. Plant Cell Environ. 2011, 34, 1345–1359. [CrossRef]

71. Xiong, Y.; Fei, S.-Z. Functional and phylogenetic analysis of a DREB/CBF-like gene in perennial ryegrass (Lolium perenne L.).
Planta 2006, 224, 878–888. [CrossRef]

72. Zhao, H.; Bughrara, S.S. Isolation and characterization of cold-regulated transcriptional activator LpCBF3 gene from perennial
ryegrass (Lolium perenne L.). Mol. Genet. Genom. 2008, 279, 585–594. [CrossRef] [PubMed]

73. Yang, W.; Liu, X.-D.; Chi, X.-J.; Wu, C.-A.; Li, Y.-Z.; Song, L.-L.; Liu, X.-M.; Wang, Y.-F.; Wang, F.-W.; Zhang, C. Dwarf apple
MbDREB1 enhances plant tolerance to low temperature, drought, and salt stress via both ABA-dependent and ABA-independent
pathways. Planta 2011, 233, 219–229. [CrossRef] [PubMed]

74. Kasuga, M.; Liu, Q.; Miura, S.; Yamaguchi-Shinozaki, K.; Shinozaki, K. Improving plant drought, salt, and freezing tolerance by
gene transfer of a single stress-inducible transcription factor. Nat. Biotechnol. 1999, 17, 287–291. [CrossRef]

75. van Buuren, M.L.; Salvi, S.; Morgante, M.; Serhani, B.; Tuberosa, R. Comparative genomic mapping between a 754 kb region
flanking DREB1A in Arabidopsis thaliana and maize. Plant Mol. Biol. 2002, 48, 741–750. [CrossRef]

76. Jiang, Y.; Qin, F.; Li, Y.; Fang, X.; Bai, C. Measuring specific interaction of transcription factor ZmDREB1A with its DNA responsive
element at the molecular level. Nucleic Acids Res. 2004, 32, e101. [CrossRef] [PubMed]

77. Han, Q.; Qi, J.; Hao, G.; Zhang, C.; Wang, C.; Dirk, L.M.A.; Downie, A.B.; Zhao, T. ZmDREB1A regulates RAFFINOSE SYNTHASE
controlling raffinose accumulation and plant chilling stress tolerance in maize. Plant Cell Physiol. 2020, 61, 331–341. [CrossRef]
[PubMed]

78. Zhou, P.; Enders, T.A.; Myers, Z.A.; Magnusson, E.; Crisp, P.A.; Noshay, J.M.; Gomez-Cano, F.; Liang, Z.; Grotewold, E.; Greenham,
K. Prediction of conserved and variable heat and cold stress response in maize using cis-regulatory information. Plant Cell 2022,
34, 514–534. [CrossRef]

79. Enders, T.A.; St. Dennis, S.; Oakland, J.; Callen, S.T.; Gehan, M.A.; Miller, N.D.; Spalding, E.P.; Springer, N.M.; Hirsch, C.D.
Classifying cold-stress responses of inbred maize seedlings using RGB imaging. Plant Direct 2019, 3, e00104. [CrossRef]

80. Zeng, R.; Li, Z.; Shi, Y.; Fu, D.; Yin, P.; Cheng, J.; Jiang, C.; Yang, S. Natural variation in a type-A response regulator confers maize
chilling tolerance. Nat. Commun. 2021, 12, 4713. [CrossRef]

81. Waters, A.J.; Makarevitch, I.; Noshay, J.; Burghardt, L.T.; Hirsch, C.N.; Hirsch, C.D.; Springer, N.M. Natural variation for gene
expression responses to abiotic stress in maize. Plant J. 2017, 89, 706–717. [CrossRef]

82. Du, H.; Liu, H.; Xiong, L. Endogenous auxin and jasmonic acid levels are differentially modulated by abiotic stresses in rice.
Front. Plant Sci. 2013, 4, 397. [CrossRef] [PubMed]

83. Aslam, M.; Sugita, K.; Qin, Y.; Rahman, A. Aux/IAA14 regulates microRNA-mediated cold stress response in Arabidopsis roots.
Int. J. Mol. Sci. 2020, 21, 8441. [CrossRef] [PubMed]

84. Catalá, R.; Salinas, J. The Arabidopsis ethylene overproducer mutant eto1-3 displays enhanced freezing tolerance. Plant Signal.
Behav. 2015, 10, e989768. [CrossRef]

http://doi.org/10.1104/pp.003442
http://www.ncbi.nlm.nih.gov/pubmed/12114563
http://doi.org/10.1093/pcp/pci230
http://www.ncbi.nlm.nih.gov/pubmed/16284406
http://doi.org/10.1046/j.1365-313X.2003.01661.x
http://www.ncbi.nlm.nih.gov/pubmed/12609047
http://doi.org/10.1007/s11103-008-9391-8
http://www.ncbi.nlm.nih.gov/pubmed/18754079
http://doi.org/10.1093/pcp/pcn100
http://www.ncbi.nlm.nih.gov/pubmed/18635580
http://doi.org/10.1111/j.1467-7652.2010.00547.x
http://www.ncbi.nlm.nih.gov/pubmed/20642740
http://doi.org/10.1007/s11103-005-2498-2
http://doi.org/10.1111/j.1467-7652.2007.00272.x
http://doi.org/10.1093/pcp/pch118
http://doi.org/10.1093/jxb/ern269
http://doi.org/10.1111/j.1365-3040.2011.02334.x
http://doi.org/10.1007/s00425-006-0273-5
http://doi.org/10.1007/s00438-008-0335-4
http://www.ncbi.nlm.nih.gov/pubmed/18351391
http://doi.org/10.1007/s00425-010-1279-6
http://www.ncbi.nlm.nih.gov/pubmed/20967459
http://doi.org/10.1038/7036
http://doi.org/10.1023/A:1014890008579
http://doi.org/10.1093/nar/gnh100
http://www.ncbi.nlm.nih.gov/pubmed/15249597
http://doi.org/10.1093/pcp/pcz200
http://www.ncbi.nlm.nih.gov/pubmed/31638155
http://doi.org/10.1093/plcell/koab267
http://doi.org/10.1002/pld3.104
http://doi.org/10.1038/s41467-021-25001-y
http://doi.org/10.1111/tpj.13414
http://doi.org/10.3389/fpls.2013.00397
http://www.ncbi.nlm.nih.gov/pubmed/24130566
http://doi.org/10.3390/ijms21228441
http://www.ncbi.nlm.nih.gov/pubmed/33182739
http://doi.org/10.4161/15592324.2014.989768


Plants 2022, 11, 933 16 of 19

85. Catalá, R.; López-Cobollo, R.; Castellano, M.M.; Angosto, T.; Alonso, J.M.; Ecker, J.R.; Salinas, J. The Arabidopsis 14-3-3 protein
RARE COLD INDUCIBLE 1A links low-temperature response and ethylene biosynthesis to regulate freezing tolerance and cold
acclimation. Plant Cell 2014, 26, 3326–3342. [CrossRef] [PubMed]

86. Jeon, J.; Cho, C.; Lee, M.R.; Van Binh, N.; Kim, J. CYTOKININ RESPONSE FACTOR2 (CRF2) and CRF3 regulate lateral root
development in response to cold stress in Arabidopsis. Plant Cell 2016, 28, 1828–1843. [CrossRef] [PubMed]

87. Baron, K.N.; Schroeder, D.F.; Stasolla, C. Transcriptional response of abscisic acid (ABA) metabolism and transport to cold and
heat stress applied at the reproductive stage of development in Arabidopsis thaliana. Plant Sci. 2012, 188, 48–59. [CrossRef]

88. Lee, H.G.; Seo, P.J. The MYB 96–HHP module integrates cold and abscisic acid signaling to activate the CBF–COR pathway in
Arabidopsis. Plant J. 2015, 82, 962–977. [CrossRef] [PubMed]

89. Zhu, J.; Jeong, J.C.; Zhu, Y.; Sokolchik, I.; Miyazaki, S.; Zhu, J.-K.; Hasegawa, P.M.; Bohnert, H.J.; Shi, H.; Yun, D.-J. Involvement
of Arabidopsis HOS15 in histone deacetylation and cold tolerance. Proc. Natl. Acad. Sci. USA 2008, 105, 4945–4950. [CrossRef]
[PubMed]

90. Li, H.; Ye, K.; Shi, Y.; Cheng, J.; Zhang, X.; Yang, S. BZR1 positively regulates freezing tolerance via CBF-dependent and
CBF-independent pathways in Arabidopsis. Mol. Plant 2017, 10, 545–559. [CrossRef]

91. Achard, P.; Gong, F.; Cheminant, S.; Alioua, M.; Hedden, P.; Genschik, P. The cold-inducible CBF1 factor–dependent signaling
pathway modulates the accumulation of the growth-repressing DELLA proteins via its effect on gibberellin metabolism. Plant
Cell 2008, 20, 2117–2129. [CrossRef] [PubMed]

92. Hu, Y.; Jiang, L.; Wang, F.; Yu, D. Jasmonate regulates the inducer of CBF expression–c-repeat binding factor/DRE binding factor1
cascade and freezing tolerance in Arabidopsis. Plant Cell 2013, 25, 2907–2924. [CrossRef] [PubMed]

93. Kim, Y.; Park, S.; Gilmour, S.J.; Thomashow, M.F. Roles of CAMTA transcription factors and salicylic acid in configuring the
low-temperature transcriptome and freezing tolerance of Arabidopsis. Plant J. 2013, 75, 364–376. [CrossRef] [PubMed]

94. Dong, C.-J.; Li, L.; Shang, Q.-M.; Liu, X.-Y.; Zhang, Z.-G. Endogenous salicylic acid accumulation is required for chilling tolerance
in cucumber (Cucumis sativus L.) seedlings. Planta 2014, 240, 687–700. [CrossRef]

95. Scott, I.M.; Clarke, S.M.; Wood, J.E.; Mur, L.A.J. Salicylate accumulation inhibits growth at chilling temperature in Arabidopsis.
Plant Physiol. 2004, 135, 1040–1049. [CrossRef] [PubMed]

96. Miura, K.; Ohta, M. SIZ1, a small ubiquitin-related modifier ligase, controls cold signaling through regulation of salicylic acid
accumulation. J. Plant Physiol. 2010, 167, 555–560. [CrossRef] [PubMed]

97. Fukaki, H.; Fujisawa, H.; Tasaka, M. Gravitropic response of inflorescence stems in Arabidopsis thaliana. Plant Physiol. 1996, 110,
933–943. [CrossRef] [PubMed]

98. Wyatt, S.E.; Rashotte, A.M.; Shipp, M.J.; Robertson, D.; Muday, G.K. Mutations in the gravity persistence signal loci in Arabidopsis
disrupt the perception and/or signal transduction of gravitropic stimuli. Plant Physiol. 2002, 130, 1426–1435. [CrossRef] [PubMed]

99. Nadella, V.; Shipp, M.J.; Muday, G.K.; Wyatt, S.E. Evidence for altered polar and lateral auxin transport in the gravity persistent
signal (gps) mutants of Arabidopsis. Plant Cell Environ. 2006, 29, 682–690. [CrossRef] [PubMed]

100. Geldner, N.; Friml, J.; Stierhof, Y.; Jürgens, G.; Palme, K. Auxin transport inhibitors block PIN1 cycling and vesicle trafficking.
Nature 2001, 413, 425–428. [CrossRef]

101. Geldner, N.; Anders, N.; Wolters, H.; Keicher, J.; Kornberger, W.; Muller, P.; Delbarre, A.; Ueda, T.; Nakano, A.; Jürgens, G. The
Arabidopsis GNOM ARF-GEF mediates endosomal recycling, auxin transport, and auxin-dependent plant growth. Cell 2003, 112,
219–230. [CrossRef]

102. Moriwaki, T.; Miyazawa, Y.; Fujii, N.; Takahashi, H. GNOM regulates root hydrotropism and phototropism independently of
PIN-mediated auxin transport. Plant Sci. 2014, 215, 141–149. [CrossRef]

103. Steinmann, T.; Geldner, N.; Grebe, M.; Mangold, S.; Jackson, C.L.; Paris, S.; Gälweiler, L.; Palme, K.; Jürgens, G. Coordinated polar
localization of auxin efflux carrier PIN1 by GNOM ARF GEF. Science 1999, 286, 316–318. [CrossRef] [PubMed]

104. Geldner, N.; Richter, S.; Vieten, A.; Marquardt, S.; Torres-Ruiz, R.A.; Mayer, U.; Jürgens, G. Partial loss-of-function alleles reveal
a role for GNOM in auxin transport-related, post-embryonic development of Arabidopsis. Development 2004, 131, 389–400.
[CrossRef] [PubMed]

105. Chantalat, S.; Park, S.-K.; Hua, Z.; Liu, K.; Gobin, R.; Peyroche, A.; Rambourg, A.; Graham, T.R.; Jackson, C.L. The Arf activator
Gea2p and the P-type ATPase Drs2p interact at the Golgi in Saccharomyces cerevisiae. J. Cell Sci. 2004, 117, 711–722. [CrossRef]
[PubMed]

106. Jones, S.; Jedd, G.; Kahn, R.A.; Franzusoff, A.; Bartolini, F.; Segev, N. Genetic interactions in yeast between Ypt GTPases and Arf
guanine nucleotide exchangers. Genetics 1999, 152, 1543–1556. [CrossRef] [PubMed]

107. Hanzawa, T.; Shibasaki, K.; Numata, T.; Kawamura, Y.; Gaude, T.; Rahman, A. Cellular Auxin Homeostasis under High
Temperature Is Regulated through a SORTING NEXIN1-Dependent Endosomal Trafficking Pathway. Plant Cell 2013, 25, 3424–
3433. [CrossRef] [PubMed]

108. Jaillais, Y.; Fobis-Loisy, I.; Miege, C.; Rollin, C.; Gaude, T. AtSNX1 defines an endosome for auxin-carrier trafficking in Arabidopsis.
Nature 2006, 443, 106. [CrossRef] [PubMed]

109. Zhu, J.; Zhang, K.-X.; Wang, W.-S.; Gong, W.; Liu, W.-C.; Chen, H.-G.; Xu, H.-H.; Lu, Y.-T. Low temperature inhibits root growth
by reducing auxin accumulation via ARR1/12. Plant Cell Physiol. 2014, 56, 727–736. [CrossRef] [PubMed]

110. Yang, X.; Dong, G.; Palaniappan, K.; Mi, G.; Baskin, T.I. Temperature-compensated cell production rate and elongation zone
length in the root of Arabidopsis thaliana. Plant Cell Environ. 2017, 40, 264–276. [CrossRef] [PubMed]

http://doi.org/10.1105/tpc.114.127605
http://www.ncbi.nlm.nih.gov/pubmed/25122152
http://doi.org/10.1105/tpc.15.00909
http://www.ncbi.nlm.nih.gov/pubmed/27432872
http://doi.org/10.1016/j.plantsci.2012.03.001
http://doi.org/10.1111/tpj.12866
http://www.ncbi.nlm.nih.gov/pubmed/25912720
http://doi.org/10.1073/pnas.0801029105
http://www.ncbi.nlm.nih.gov/pubmed/18356294
http://doi.org/10.1016/j.molp.2017.01.004
http://doi.org/10.1105/tpc.108.058941
http://www.ncbi.nlm.nih.gov/pubmed/18757556
http://doi.org/10.1105/tpc.113.112631
http://www.ncbi.nlm.nih.gov/pubmed/23933884
http://doi.org/10.1111/tpj.12205
http://www.ncbi.nlm.nih.gov/pubmed/23581962
http://doi.org/10.1007/s00425-014-2115-1
http://doi.org/10.1104/pp.104.041293
http://www.ncbi.nlm.nih.gov/pubmed/15173571
http://doi.org/10.1016/j.jplph.2009.11.003
http://www.ncbi.nlm.nih.gov/pubmed/19959255
http://doi.org/10.1104/pp.110.3.933
http://www.ncbi.nlm.nih.gov/pubmed/8819870
http://doi.org/10.1104/pp.102.010579
http://www.ncbi.nlm.nih.gov/pubmed/12428007
http://doi.org/10.1111/j.1365-3040.2005.01451.x
http://www.ncbi.nlm.nih.gov/pubmed/17080617
http://doi.org/10.1038/35096571
http://doi.org/10.1016/S0092-8674(03)00003-5
http://doi.org/10.1016/j.plantsci.2013.11.002
http://doi.org/10.1126/science.286.5438.316
http://www.ncbi.nlm.nih.gov/pubmed/10514379
http://doi.org/10.1242/dev.00926
http://www.ncbi.nlm.nih.gov/pubmed/14681187
http://doi.org/10.1242/jcs.00896
http://www.ncbi.nlm.nih.gov/pubmed/14734650
http://doi.org/10.1093/genetics/152.4.1543
http://www.ncbi.nlm.nih.gov/pubmed/10430582
http://doi.org/10.1105/tpc.113.115881
http://www.ncbi.nlm.nih.gov/pubmed/24003052
http://doi.org/10.1038/nature05046
http://www.ncbi.nlm.nih.gov/pubmed/16936718
http://doi.org/10.1093/pcp/pcu217
http://www.ncbi.nlm.nih.gov/pubmed/25552473
http://doi.org/10.1111/pce.12855
http://www.ncbi.nlm.nih.gov/pubmed/27813107


Plants 2022, 11, 933 17 of 19

111. Einset, J.; Nielsen, E.; Connolly, E.L.; Bones, A.; Sparstad, T.; Winge, P.; Zhu, J. Membrane-trafficking RabA4c involved in the
effect of glycine betaine on recovery from chilling stress in Arabidopsis. Physiol. Plant. 2007, 130, 511–518. [CrossRef]

112. Rahman, T.; Shao, M.; Pahari, S.; Venglat, P.; Soolanayakanahally, R.; Qiu, X.; Rahman, A.; Tanino, K. Dissecting the roles of
cuticular wax in plant resistance to shoot dehydration and low-temperature stress in Arabidopsis. Int. J. Mol. Sci. 2021, 22, 1554.
[CrossRef] [PubMed]

113. Qiao, P.; Bourgault, R.; Mohammadi, M.; Matschi, S.; Philippe, G.; Smith, L.G.; Gore, M.A.; Molina, I.; Scanlon, M.J. Transcriptomic
network analyses shed light on the regulation of cuticle development in maize leaves. Proc. Natl. Acad. Sci. USA 2020, 117,
12464–12471. [CrossRef]

114. Lin, M.; Qiao, P.; Matschi, S.; Vasquez, M.; Ramstein, G.P.; Bourgault, R.; Mohammadi, M.; Scanlon, M.J.; Molina, I.; Smith, L.G.
Integration of GWAS and TWAS to elucidate the genetic architecture of natural variation for leaf cuticular conductance in maize.
bioRxiv 2021. [CrossRef]

115. Lin, M.; Matschi, S.; Vasquez, M.; Chamness, J.; Kaczmar, N.; Baseggio, M.; Miller, M.; Stewart, E.L.; Qiao, P.; Scanlon, M.J.
Genome-wide association study for maize leaf cuticular conductance identifies candidate genes involved in the regulation of
cuticle development. G3 Genes Genomes Genet. 2020, 10, 1671–1683. [CrossRef]

116. Tang, Y.; Huang, A.; Gu, Y. Global profiling of plant nuclear membrane proteome in Arabidopsis. Nat. Plants 2020, 6, 838–847.
[CrossRef] [PubMed]

117. Huang, A.; Tang, Y.; Shi, X.; Jia, M.; Zhu, J.; Yan, X.; Chen, H.; Gu, Y. Proximity labeling proteomics reveals critical regulators for
inner nuclear membrane protein degradation in plants. Nat. Commun. 2020, 11, 3284. [CrossRef]

118. Initiative, O.T.P.T. One thousand plant transcriptomes and the phylogenomics of green plants. Nature 2019, 574, 679.
119. Mair, A.; Xu, S.-L.; Branon, T.C.; Ting, A.Y.; Bergmann, D.C. Proximity labeling of protein complexes and cell-type-specific

organellar proteomes in Arabidopsis enabled by TurboID. Elife 2019, 8, e47864. [CrossRef] [PubMed]

http://doi.org/10.1111/j.1399-3054.2007.00920.x
http://doi.org/10.3390/ijms22041554
http://www.ncbi.nlm.nih.gov/pubmed/33557073
http://doi.org/10.1073/pnas.2004945117
http://doi.org/10.1101/2021.10.26.465975
http://doi.org/10.1534/g3.119.400884
http://doi.org/10.1038/s41477-020-0700-9
http://www.ncbi.nlm.nih.gov/pubmed/32601417
http://doi.org/10.1038/s41467-020-16744-1
http://doi.org/10.7554/eLife.47864
http://www.ncbi.nlm.nih.gov/pubmed/31535972

	Climate Change and Plant Growth 
	Major Low Temperature-Responsive Pathway 
	CBF-Dependent Pathway in Crop Plant Engineering 
	CBF-Independent Cold-Responsive Pathway 
	Protein Trafficking in Cold Response: Cell Biologists’ Endeavor 
	Future Perspective 
	References

